ABSTRACT Austwickia chelonae, a species of Actinobacteria, is one of the pathogens that cause dermatophilosis in animals. Here, we report the complete genome sequence of Austwickia chelonae LK16-18, which was isolated from cutaneous granulomas in crocodile lizards.
gous Groups (COG), nonredundant protein (nr) databases, Pfam, the Transporter Classification Database (TCDB), and Swiss-Prot, and the item with the highest score was selected. In addition, the pathogenicity and drug resistance analyses were performed using the Pathogen Host Interactions (PHI) database, the Virulence Factors of Pathogenic Bacteria Database (VFDB), and the Antibiotic Resistance Genes Database (ARDB).
The total number of PacBio reads was 195,458, with an N 50 value of 8,532 bp. The genome of A. chelonae LK16-18 was assembled into a circular chromosome (3,628,119 bp) and a plasmid (3,851 bp), and the GϩC genome contents were 64.39% and 60.4%, respectively. A total of 1,337,730,976 bp of clean data were generated. The genome coverage was ϳ368ϫ. The genome of A. chelonae LK16-18 contained 3,259 coding genes and 6 rRNA genes. In addition, 4 CRISPR sequences, 11 GIs, 1 prophage sequence, 29 interspersed repeat sequences, and 393 tandem repeat sequences were found. For noncoding RNAs, two 5S rRNAs, two 16S rRNAs, and two 23S rRNAs were found, whereas tRNA was not found.
Data availability. The whole-genome sequences of A. chelonae LK16-18 have been deposited in the GenBank database under SRA number SRP162086 and assembly numbers CP031447 and CP031448. The versions described in this paper are the first versions. The BioProject number for this study is PRJNA484703.
